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27545420.m  --MPSTNRAGSLKDPEIAELFFKEDPEKLFTDLREIGHGSFGAVYFARDVRTNEVVAIKKMSYSGKQSTEKWQDIIKEVKFLQRIKHPNSIEYKGCYLREHTAWLVMEYCLGSASDLLEVHKKPLQEVEIAAITHGALQGLAYLHSHTMIHRDIKAGNILLTEPGQVKLADFGSASMASPANS----FVGTPYWMAPEVI 
TAO1.h      --MPSTNRAGSLKDPEIAELFFKEDPEKLFTDLREIGHGSFGAVYFARDVRTNEVVAIKKMSYSGKQSTEKWQDIIKEVKFLQRIKHPNSIEYKGCYLREHTAWLVMEYCLGSASDLLEVHKKPLQEVEIAAITHGALQGLAYLHSHTMIHRDIKAGNILLTEPGQVKLADFGSASMASPANS----FVGTPYWMAPEVI 
TAO3.h      ------MRKGVLKDPEIDDLFYKDDPEELFIGLHEIGHGSFGAVYFATNAHTNEVVAIKKMSYSGKQTHEKWQDILKEVKFLRQLKHPNTIEYKGCYLKEHTAWLVMEYCLGSASDLLEVHKKPLQEVEIAAITHGALHGLAYLHSHALIHRDIKAGNILLTEPGQVKLADFGSASMASPANS----FVGTPYWMAPEVI 
38087416.m  --MPAGGRAGSLKDPDVAELFFKDDPEKLFSDLREIGHGSFGAVYFARDVRNSEVVAIKKMSYSGKQSNEKWQDIIKEVRFLQKLRHPNTIQYRGCYLREHTAWLVMEYCLGSASDLLEVHKKPLQEVEIAAVTHGALQGLAYLHSHNMIHRDVKAGNILLSEPGLVKLGDFGSASIMAPANS----FVGTPYWMAPEVI 
12083665.m  --MPAGGRAGSLKDPDVAELFFKDDPEKLFSDLREIGHGSFGAVYFARDVRNSEVVAIKKMSYSGKQSNEKWQDIIKEVRFLQKLRHPNTIQYRGCYLREHTAWLVMEYCLGSASDLLEVHKKPLQEVEIAAVTHGALQGLAYLHSHNMIHRDVKAGNILLSEPGLVKLGDFGSASIMAPANS----FVGTPYWMAPEVI 
TAO2.h      --MPAGGRAGSLKDPDVAELFFKDDPEKLFSDLREIGHGSFGAVYFARDVRNSEVVAIKKMSYSGKQSNEKWQDIIKEVRFLQKLRHPNTIQYRGCYLREHTAWLVMEYCLGSASDLLEVHKKPLQEVEIAAVTHGALQGLAYLHSHNMIHRDVKAGNILLSEPGLVKLGDFGSASIMAPANS----FVGTPYWMAPEVI 
24643296.f  ---MPSARPGSLKDPEIADLFNKHDPEKIFEDLREIGHGSFGAVYYARCNLTREIVAIKKMSYTGKQSQEKWQDILKEIRFLRQLNHPNTIEYKGCYLRESTAWLVMEYCVGSASDIIEVHKKPLHEDEIAAICLGVLSGLSYLHSLGRIHRDIKAGNILLTDNGVVKLADFGSAAIKCPANS----FVGTPYWMAPEVI 
24643294.f  ---MPSARPGSLKDPEIADLFNKHDPEKIFEDLREIGHGSFGAVYYARCNLTREIVAIKKMSYTGKQSQEKWQDILKEIRFLRQLNHPNTIEYKGCYLRESTAWLVMEYCVGSASDIIEVHKKPLHEDEIAAICLGVLSGLSYLHSLGRIHRDIKAGNILLTDNGVVKLADFGSAAIKCPANS----FVGTPYWMAPEVI 
31207877.i  -------RPGSLKDPEIAELFNKHDPEKIFEDLREIGHGSFGAVYYAKCNLTPEIVAIKKMSYMGKQSMEKWQDILKEIRFLRQLNHPNTIEYKGCYLHENTAWLVMEYCVGSASDIIEVHKRPLKEDEISAICDGVLRGLSYLHSLGRIHRDIKAGNILLTEQGIVKLADFGSAAIKCPANS----FVGTPYWMAPEVI 
1f3m_Paka   --------SDEEILEKLRSIVSVGDPKKKYTRFEKIGQGASGTVYTAMDVATGQEVAIRQMN---LQQQPKKELIINEILVMRENKNPNIVNYLDSYLVGDELWVVMEYLAG-GSLTDVVTETCMDEGQIAAVCRECLQALEFLHSNQVIHRDIKSDNILLGMDGSVKLTDFGFCAQITPEQSKRSTMVGTPYWMAPEVV 
25152971.w  MAPAVLQKPGVIKDPSIAALFSNKDPEQRYQDLREIGHGSFGAVYFAYDKKNEQTVAIKKMNFSGKQAVEKWNDILKEVSFLNTVVHPHIVDYKACFLKDTTCWLVMEYCIGSAADIVDVLRKGMREVEIAAICSQTLDALRYLHSLKRIHRDIKAGNILLSDHAIVKLADFGSASLVDPAQT----FIGTPFFMAPEVI 
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27545420.m  LAMDEGQYDGKVDVWSLGITCIELAERKPPLFNMNAMSALYHIAQNESPTLQSNE------WSDYFRNFVDSCLQKIPQDRPTSEELLKHMFVLRERPETVLIDLIQRTKDAVRELDNLQYRKMKKLLFQEAHNGPAVEAQEEE------EEQDHGGGRTGTVNSVGSNQSIPSMSISAS-------------------- 
TAO1.h      LAMDEGQYDGKVDVWSLGITCIELAERKPPLFNMNAMSALYHIAQNESPTLQSNE------WSDYFRNFVDSCLQKIPQDRPTSEELLKHIFVLRERPETVLIDLIQRTKDAVRELDNLQYRKMKKLLFQEAHNGPAVEAQEEE------EEQDHGVGRTGTVNSVGSNQSIPSMSISAS-------------------- 
TAO3.h      LAMDEGQYDGKVDIWSLGITCIELAERKPPLFNMNAMSALYHIAQNDSPTLQSNE------WTDSFRRFVDYCLQKIPQERPTSAELLRHDFVRRDRPLRVLIDLIQRTKDAVRELDNLQYRKMKKILFQETRNGPLNESQEDE------EDSEHGTSLNREMDSLGSNHSIPSMSVSTG-------------------- 
38087416.m  LAMDEGQYDGKVDVWSLGITCIELAERKPPLFNMNAMSALYHIAQNESPALQSGH------WSEYFRNFVDSCLQKIPQDRPTSEVLLKHRFVLRERPPTVIMDLIQRTKDAVRELDNLQYRKMKKILFQEAPNGPGAEAPEEEELTPCSQEAEPYTHRAGTLTSLESSHSVPSMSISAS-------------------- 
12083665.m  LAMDEGQYDGKVDVWSLGITCIELAERKPPLFNMNAMSALYHIAQNESPALQSGH------WSEYFRNFVDSCLQKIPQDRPTSEVLLKHRFVLRERPPTVIMDLIQRTKDAVRELDNLQYRKMKKILFQEAPNGPGAEAPEEE------EEAEPYMHRAGTLTSLESSHSVPSMSISAS-------------------- 
TAO2.h      LAMDEGQYDGKVDVWSLGITCIELAERKPPLFNMNAMSALYHIAQNESPVLQSGH------WSEYFRNFVDSCLQKIPQDRPTSEVLLKHRFVLRERPPTVIMDLIQRTKDAVRELDNLQYRKMKKILFQEAPNGPGAEAPEEE------EEAEPYMHRAGTLTSLESSHSVPSMSISAS-------------------- 
24643296.f  LAMDEGQYDGKVDVWSLGITCIELAERKPPYFNMNAMSALYHIAQNESPTLPKND------WSDAFCSFVELCLKKMPAERPSSAKLLTHAYVTRPRSDTVLLELIARTKSAVRELDNLNYRKMKKILMVDTCETESAVGDTDD------QQDDHAGGDSSKSNSITSEHSIHSVGVSAASSQSSSSNSIPAAAQNHHHI 
24643294.f  LAMDEGQYDGKVDVWSLGITCIELAERKPPYFNMNAMSALYHIAQNESPTLPKND------WSDAFCSFVELCLKKMPAERPSSAKLLTHAYVTRPRSDTVLLELIARTKSAVRELDNLNYRKMKKILMVDTCETESAVGDTDD------QQDDHAGGDSSKSNSITSEHSIHSVGVSAASSQSSSSNSIPAAAQNHHHI 
31207877.i  LAMDEGQYDGKVDVWSLGITCIELAERKPPYFNMNAMSALYHIAQNDAPSLQAQE------WSDMFRNFVDFCLKKSPIDRPTSTQLLKHTLVTRARSPNVLIDLIARTKAAVRELDNLNYRKMKKILMVD-CETESNIGDAED------TPDEQIGGDSSKSNSITSEHSLPSVDQ----------------------- 
1f3m_Paka   TRK---AYGPKVDIWSLGIMAIEMIEGEPPYLNENPLRALYLIATNGTPELQNPEK-----LSAIFRDFLNRCLDMDVEKRGSAKELLQHQFLKIAKPLSSLTPLIAAAKEATKNNH----------------------------------------------------------------------------------- 
25152971.w  LAMDEGHYTDRADIWSLGITCIELAERRPPLFSMNAMSALYHIAQNDPPTLSPIDTSEQPEWSLEFVQFIDKCLRKPAEERMSAEECFRHPFIQRSRPSDTIQELIQRTKNMVLELDNFQYKKMRKLMYLDETEGKEGSEGNGAS-----DDLDFHGNEANSIGRAGDSASSRSASLTSFRSMQ---------------- 
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27545420.m  ---------------------------------------------SQSSS--------VNSLPDASDDKS-----------------------------ELDMMEG-DHTVMSNSSVIHLKPEEENYQEEGDPRTRASAPQSPPQVS-----------------------RHKSHYRNREHFATIRTASLVTRQMQEHEQ 
TAO1.h      ---------------------------------------------SQSSS--------VNSLPDVSDDKS-----------------------------ELDMMEG-DHTVMSNSSVIHLKPEEENYREEGDPRTRASDPQSPPQVS-----------------------RHKSHYRNREHFATIRTASLVTRQMQEHEQ 
TAO3.h      ---------------------------------------------SQSSS--------VNSMQEVMDESSS----------------------------ELVMMHD-DESTINSSSSVVHKKDHVFTRDEAGHGDPRPEPRPTQSVQ-----------------------SQALHYRNRERFATIKSASLVTRQIHEHEQ 
38087416.m  ---------------------------------------------SQSSS--------VNSLADASDNEEEEEEEEEEEEEEEEE---------GPESREMAMMQEGEHTVTSHSSIIHRLPGSDNLYDDPYQPEMTPGPLQPPAAPPTSTSSS---------------ARRRAYCRNRDHFATIRTASLVSRQIQEHEQ 
12083665.m  ---------------------------------------------SQSSS--------VNSLADASDNEEEEEEEEEEEEEEEEE---------GPESREMAMMQEGEHTVTSHSSIIHRLPGSDNLYDDPYQPEMTPGPLQPPAAPPTSTSSSS--------------ARRRAYCRNRDHFATIRTASLVSRQIQEHEQ 
TAO2.h      ---------------------------------------------SQSSS--------VNSLADASDNEEEEEEEEEEEEEEE-----------GPEAREMAMMQEGEHTVTSHSSIIHRLPGSDNLYDDPYQPEITPSPLQPPAAPAPTSTTSS--------------ARRRAYCRNRDHFATIRTASLVSRQIQEHEQ 
24643296.f  AAHHHQQAASAAVAAAMHHHHHPHQQPPPSWPSGQQGQPVPPGAVSRNSSRHRNRPPLPNIMHSMNNNVTPTNS-ASVVPAPAPAPVLPPPISVLPHLSAMGHVGGGGTGTGGSGGGSPASGGPLADRIQPVQPRYLTTPAAQAAVYAASSASS------------QQAISNAVNDHGPNNFATIRTTSIVTKQQKEHMQ 
24643294.f  AAHHHQQAASAAVAAAMHHHHHPHQQPPPSWPSGQQGQPVPPGAVSRNSSRHRNRPPLPNIMHSMNNNVTPTNS-ASVVPAPAPAPVLPPPISVLPHLSAMGHVGGGGTGTGGSGGGSPASGGPLADRIQPVQPRYLTTPAAQAAVYAASSASS------------QQAISNAVNDHGPNNFATIRTTSIVTKQQKEHMQ 
31207877.i  --QQQQQ---------LHQQHGVG--------SG----------LMRNSSRSRP----ANAMSAMHNNSAGGNARDSMLSNVMMAGISGGSGSGSGMMMASGMAGGGSVGMGTSGMQSAGAAGGQANMGASMGYHHHNSSSPVVSAHHHPQHNHNH---------VSQVAANAVAEHGANNFATIRTTSIVTKQQKEHMQ 
1f3m_Paka   -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
25152971.w  ---------------------------------------------SSGGAGLLVSTNTTGAMDNVHGSSGYGNGSSSTTSSARRRPPIPSQMLSSTSTSGVGTMPSHGSVGASITAIAVNPTPSPSEPIPTSQPTSKSESSSILETAHDDPLDTSIRAPVKDLHMPHRAVKERIATLQNHKFATLRSQRIINQEQEEYTK 
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27545420.m  DSELREQMSGYKRMRRQHQKQLMTLENKLKAEMDEHRLRLDKDLETQRNNFAAEMEKLIKKHQASMEKEAKVMANEEKKFQQHIQAQQKKELNSFLESQKREYKLRKEQLKEELNENQSTPKKEKQEWLSKQKENIQHFQAEEEANLLRRQRQYLELECRRFKRRMLLGRHNLEQDLVREELNKRQTQKDLEHAMLLRQH 
TAO1.h      DSELREQMSGYKRMRRQHQKQLMTLENKLKAEMDEHRLRLDKDLETQRNNFAAEMEKLIKKHQAAMEKEAKVMSNEEKKFQQHIQAQQKKELNSFLESQKREYKLRKEQLKEELNENQSTPKKEKQEWLSKQKENIQHFQAEEEANLLRRQRQYLELECRRFKRRMLLGRHNLEQDLVREELNKRQTQKDLEHAMLLRQH 
TAO3.h      ENELREQMSGYKRMRRQHQKQLIALENKLKAEMDEHRLKLQKEVETHANNSSIELEKLAKKQVAIIEKEAKVAAADEKKFQQQILAQQKKDLTTFLESQKKQYKICKEKIKEEMNEDHSTPKKEKQERISKHKENLQHTQAEEEAHLLTQQRLYYDKNCRFFKRKIMIKRHEVEQQNIREELNKKRTQKEMEHAMLIRHD 
38087416.m  DSALREQLSGYKRMRRQHQKQLLALESRLRGEREEHSGRLQRELEAQRAGFGTEAEKLARRHQAIGEKEARAAQAEERKFQQHILGQQKKELAALLEAQKRTYKLRKEQLKEELQENPSTPKREKAEWLLRQKEQLQQCQAEEEAGLLRRQRQYFELQCRQYKRKMLLARHSLDQDLLREDLNKKQTQKDLECALLLRQH 
12083665.m  DSALREQLSGYKRMRRQHQKQLLALESRLRGEREEHSGRLQRELEAQRAGFGTEAEKLARRHQAIGEKEARAAQAEERKFQQHILGQQKKELAALLEAQKRTYKLRKEQLKEELQENPSTPKREKAEWLLRQKEQLQQCQAEEEAGLLRRQRQYFELQCRQYKRKMLLARHSLDQDLLREDLNKKQTQKDLECALLLRQH 
TAO2.h      DSALREQLSGYKRMRRQHQKQLLALESRLRGEREEHSARLQRELEAQRAGFGAEAEKLARRHQAIGEKEARAAQAEERKFQQHILGQQKKELAALLEAQKRTYKLRKEQLKEELQENPSTPKREKAEWLLRQKEQLQQCQAEEEAGLLRRQRQYFELQCRQYKRKMLLARHSLDQDLLREDLNKKQTQKDLECALLLRQH 
24643296.f  E-EMHEQMSGYKRMRREHQAHLVKLEEKCKVDMEAHKTALDKEYDTLLHNFTRDLDRLETKHQQDVERRAKQTSAAEKKLHKEITLKQENDRKVYDLNRKKEYKANKERWKRELSMDESTPKRQRDLTLQSQKDNLKQHEAQEEQRMLQAQKQYIELEMRKFKRKRMIMQHEHEDQQLRDELGKKEQQLQQAHAMLLKHH 
24643294.f  E-EMHEQMSGYKRMRREHQAHLVKLEEKCKVDMEAHKTALDKEYDTLLHNFTRDLDRLETKHQQDVERRAKQTSAAEKKLHKEITLKQENDRKVYDLNRKKEYKANKERWKRELSMDESTPKRQRDLTLQSQKDNLKQHEAQEEQRMLQAQKQYIELEMRKFKRKRMIMQHEHEDQQLRDELGKKEQQLQQAHAMLLKHH 
31207877.i  E-EMHEQMSGYKRMRREHQAALVKLEEKCKVEMEQHKSALDKEYDLLLHNFTRELDKQSAKHQQEIVRRVKQNDTAEKKLHKEIATRQEGDRKAFEIHRKKEYKANKERWKRELSMDDTTPKRQRDATLQTQKDNLKLAEAQEEQRLLRVQKTYIELEMRKFRRKKMGLLHDLEDQLLRDELSKKQQQLEQAHAMLIKHH 
1f3m_Paka   -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
25152971.w  ENNMYEQMSKYKHLRQAHHKELQQFEERCALDREQLRVKMDRELEQLTTTYSKEKMRVRCSQNNELDKRKKDIEDGEKKMKKTKNSQNQQQMKLYSAQQLKEYKYNKEAQKTRLR-SLNMPRSTYENAMKEVKADLNRVKDARENDFDEKLRAELEDEIVRYRRQQLSNLHQLEEQLDDEDVNVQERQMDTRHGLLSKQH 
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1000                   
            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
27545420.m  ESMQELEFRHLNTIQKMRCELIRLQHQTELTNQLEYNKRRERELRRKHVMEVRQQPKSLKSKELQIKKQFQDTCKIQTRQYKALR-NHLLETTPKSEHKAVLKRLKEEQTRKLAILAEQ-----------YDHSINEMLSTQALRLDEAQEAECQVLKMQLQQELELLNAYQSKIKMQAEA-------QHDRELRELEQR 
TAO1.h      ESMQELEFRHLNTIQKMRCELIRLQHQTELTNQLEYNKRRERELRRKHVMEVRQQPKSLKSKELQIKKQFQDTCKIQTRQYKALR-NHLLETTPKSEHKAVLKRLKEEQTRKLAILAEQ-----------YDHSINEMLSTQALRLDEAQEAECQVLKMQLQQELELLNAYQSKIKMQAEA-------QHDRELRELEQR 
TAO3.h      ESTRELEYRQLHTLQKLRMDLIRLQHQTELENQLEYNKRRERELHRKHVMGLRQQPKNLKAMEMQIKKQFQDTCKVQTKQYKALK-NHQLEVTPKNEHKTILKTLKDEQTRKLAILAEQ-----------YEQSINEMMASQALRLDEAQEAECQALRLQLQQEMELLNAYQSKIKMQTEA-------QHERELQKLEQR 
38087416.m  EATRELELRQLQAVQRTRAELTRLQHQTELGNQLEYNKRREQELRQKHAAQVRQQPKSLKVRAGQLPMGLPATGALGPLSTGTPSEEQPCSSGQEAILDQRMLGEEEEAVPERRILGKEGTTLEPEEQRILGEEMGTFSSSPQKHRSLANEEDWDISEEMKEIRVPSLASQERNIIGQEEAAAWSLWEKEGGNLVDVEFK 
12083665.m  EATRELELRQLQAVQRTRAELTRLQHQTELGNQLEYNKRREQELRQKHAAQVRQQPKSLKVRAGQLPMGLPATGALGPLSTGTLSEEQPCSSGQEAILGQRMLGEEEEAVPERMILGKEGTTLEPEEQRILGEEMGTFSSSPQKHRSLVNEEDWDISKEMKESRVPSLASQERNIIGQEEAGAWNLWEKEHGNLVDMEFK 
TAO2.h      EATRELELRQLQAVQRTRAELTRLQHQTELGNQLEYNKRREQELRQKHAAQVRQQPKSLKSKELQIKKQFQETCKIQTRQYKALR-AHLLETTPKAQHKSLLKRLKEEQTRKLAILAEQ-----------YDQSISEMLSSQALRLDETQEAEFQALRQQLQQELELLNAYQSKIKIRTES-------QHERELRELEQR 
24643296.f  EKTQELEYRQQKSVHQLREEQINKQHDTELHNQKDYMDRIKKELVRKHAVELRQQPKSLKQKELQIRKQFRETCKTQTKQYKRYK-AQVLQTTPKEQQKEVIKQLKEEKHRKLTLLGEQ-----------YEQSIADMFQSQSYKLDESQVIECQRTHEQLEYELEMLTAYQNKNKKQAQE-------QRDRERRELENR 
24643294.f  EKTQELEYRQQKSVHQLREEQINKQHDTELHNQKDYMDRIKKELVRKHAVELRQQPKSLKQKELQIRKQFRETCKTQTKQYKRYK-AQVLQTTPKEQQKEVIKQLKEEKHRKLTLLGEQ-----------YEQSIADMFQSQSYKLDESQVIECQRTHEQLEYELEMLTAYQNKNKKQAQE-------QRDRERRELENR 
31207877.i  EKTQDLEYRQQKSVHALREEQISKQHESELRNQNEYMDRAERELLRRHALELKQQPKSLKQKELQIRKQFRETCKTQTIQYKALK-RQILQTTPKEDQKAVIKQLKEEQHRKLTLLGDQ-----------YEQSIADMLQKQSLRLDESQEVECHQLKDRLQYELDILTAYQSKNRMQAQA-------QRDRERKELEDR 
1f3m_Paka   -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
25152971.w  EMTRDLEIQHLNELHAMKKRHLETQHEAESASQNEYTQRQQDELRKKHAMQSRQQPRDLKIQEAQIRKQYRQVVKTQTRQFKLYL-TQMVQVVPKDEQKELTSRLKQDQMQKVALLASQ-----------YESQIKKMVQDKTVKLESWQEDEQRVLSEKLEKELEELIAYQKKTRATLEE-------QIKKERTALEER 
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27545420.m  VSLRRALLEQKIEEEMLALQNERTERIRS---------------------LLERQAREIEAFDSESMRLGFS--------------NMVLSNLSPEAFSHSYPGASSWSHNPTGGSGPHWGHP----------------------------------------------MGGTPQAWGHPMQGGPQPWGHPSGPMQGVPR 
TAO1.h      VSLRRALLEQKIEEEMLALQNERTERIRS---------------------LLERQAREIEAFDSESMRLGFS--------------NMVLSNLSPEAFSHSYPGASGWSHNPTGGPGPHWGHP----------------------------------------------MGGPPQAWGHPMQGGPQPWGHPSGPMQGVPR 
TAO3.h      VSLRRAHLEQKIEEELAALQKERSERIKN---------------------LLERQEREIETFDMESLRMGFG--------------NLVTLDFPKEDYR----------------------------------------------------------------------------------------------------- 
38087416.m  LGWVQGPVLTPVPEEEEEEEEEGGAPIGTHRDPGDGCPSPDIPPEPPPSHLRQYPTSQLPGLLSHGLLAGLS-FAVGSSSGLLPLLLLLLLPLLAAQGGGGLQAALLALEVGLVGLGASYLFLCTALHLPPGLFLLLAQGTALLAVLSLSWRRGLMGVPLGLGAAWLLAWPSLALPLAAMAAGGKWVRQQGPQMRRGISR 
12083665.m  LGWVQGPVLTPVPEEEEEEEEEGGAPIGTPRDPGDGCPSPDIPPEPPPSHLRQYPASQLPGFLSHGLLTGLS-FAVGSSSGLLPLLLLLLLPLLAAQGGGGLQAALLALEVGLVGLGASYLFLCTALHLPPSLFLLLAQGTALGAVLSLSWRRGLMGVPLGLGAAWLLAWPSLALPLAAMAAGGKWVRQQGPQMRRGISR 
TAO2.h      VALRRALLEQRVEEELLALQTGRSERIRS---------------------LLERQAREIEAFDAESMRLGFSSMALGG-----------IPAEAAAQGYPAPPPAPAWPSRPVPRSGAHWSHGPPPPGMPP-----------------PAWRQ-----------------PSLLAPPGPP-------NWLGPPTQSGTPR 
24643296.f  VSVRRGLLENKMDAELQQFNQERAERLRM---------------------KHEKHTKELEAFDNESIALGFS---------------TLSLIEVSREAYADEEGSLSGSMISLAHSNSSTSFPAGSL------------------------------------------------------------------------- 
24643294.f  VSVRRGLLENKMDAELQQFNQERAERLRM---------------------KHEKHTKELEAFDNESIALGFS---------------TLSLIEVSREAYADEEGSLSGSMISLAHSNSSTSFPAGSL------------------------------------------------------------------------- 
31207877.i  VSVRRALLESKMETELQQFNQERAERIRQ---------------------LKEKHDKQLEAFDEESARMGFS---------------ALALAEASKETYPDEEASLSGSMLSLAHSNSSTSFPAGSL------------------------------------------------------------------------- 
1f3m_Paka   -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
25152971.w  IGTRRAMLEQKIIEEREQMGEMRRLKKEQ---------------------IRDRHSQERHRLENHFVRTGST----------------------SRSSGGIAPGVGNSSSIQMAM------------------------------------------------------------------------------------- 
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27545420.m  -GSSIGVRNSPQALRRTASGGRTEQG----------------------------------------------------MSRSTSVTSQISNGSHMSYT----------------------------------------------------  
TAO1.h      -GSSMGVRNSPQALRRTASGGRTEQG----------------------------------------------------MSRSTSVTSQISNGSHMSYT----------------------------------------------------  
TAO3.h      ------------------------------------------------------------------------------------------------------------------------------------------------------  
38087416.m  LWLRILLRLSPMVFRALQGCGAVGDRGLFALYPKTNKNGFRSRLPVPWPRQGNPRTTQHPLAQLTRVWAVCKGWNWRLARASHRLASCLPPWAVHILASWGLLKGERPSRIPRLLPRSQRRLGLSASRQLPPGTVAGRRSQTRRTLPPWR  
12083665.m  LWLRVLLRLSPMVFRALQGCAAVGDRGLFALYPKTNKNGFRSRLPVPWPRQGNPRTTQHPLALLARVWALCKGWNWRLARASHRLASCLPPWAVHILASWGLLKGERPSRIPRLLPRSQRRLGLSASRQLPPGTVAGRRSQTRRALPPWR  
TAO2.h      GGALLLLRNSPQPLRRAASGGSGSE----------NVGPPAAAVPGPLSR-------------------------------STSVASHILNGSSHFYS----------------------------------------------------  
24643296.f  ------------------------------------------------------------------------------------------------------------------------------------------------------  
24643294.f  ------------------------------------------------------------------------------------------------------------------------------------------------------  
31207877.i  ------------------------------------------------------------------------------------------------------------------------------------------------------  
1f3m_Paka   ------------------------------------------------------------------------------------------------------------------------------------------------------  
25152971.w  ------------------------------------------------------------------------------------------------------------------------------------------------------  
 


